Introduction
Psoriasis is a multisystem chronic inflammatory disease, which affects ~2% of the worldwide population (1) . It is a multifactorial disease that is characterized by genetic heterogeneity, high heritability, varying age of onset and immunological risk factors (2) . In addition, its prevalence has been shown to vary among different populations (2) , and numerous clinical variants have previously been identified (3) .
Due to the relatively high heritability of psoriasis, genetic analyses, including linkage and/or association studies, have been conducted worldwide in order to identify genes that may affect the risk of developing psoriasis (2) . Genome-wide association studies have implicated 36 susceptibility loci in the pathogenesis of psoriasis (4), of which the most relevant is located within the major histocompatibility complex (MHC) on chromosome 6p21.3, adjacent to the MHC class I-C (HLA-C) gene, which is known as psoriasis susceptibility gene 1 (PSORS1) (5) .
Various single nucleotide polymorphisms (SNPs) have previously been associated with an increased risk of developing psoriasis. These SNPs are involved in various processes, including: Skin barrier functions [late cornified envelope (LCE) 3E and 3C], interleukin (IL)-23 signaling (IL-23A, IL-23R, and IL-12B), nuclear factor-κB and inter-feron signaling [nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor-alpha (NFKBIA), LINC01185, tyrosine kinase 2 (TYK2), potassium voltage-gated channel subfamily H member 7 (KCNH7), IL-28RA, tumor necrosis factor (TNF)-α-induced protein 3 (TNFAIP3), annexin A6 (ANXA6), and the IL-17 cell response [REV3L, TYK2, and IL-23R] (2). In contrast to their risk association, a number of these SNPs have also been shown to protect against psoriasis (6) , whereas other studies have not detected an association between these SNPs and psoriasis (7, 8) . These discrepancies may be due to genetic variations in the populations studied.
Previous studies investigating the association between SNPs and psoriasis have predominantly analyzed European, American, and Asian populations (2, 4, 6, 7) ; however, it is currently unclear whether these SNPs may also be associated with psoriasis in the Mexican population. Therefore, the present study aimed to investigate the genotypic and allelic frequencies of 32 SNPs at 24 loci, and their association with psoriasis, in a Mestizo population from northeast Mexico. entiation 40 (CD40), nuclear receptor coactivator 5 (NCOA5), and ADAM metallopeptidase domain 33 (ADAM33). These genes are primarily associated with immune and inflammatory responses. The included genes were selected on the basis of previously reported odds ratios (OR), which suggested that they were closely associated with psoriasis (2).
Materials and methods

Ethics
Genotyping. Molecular analyses were conducted using the TaqMan ® assay (Applied Biosystems; Thermo Fisher Scientific, Inc., Waltham, MA, USA), and were analyzed using the OpenArray ® NT Genotyping system (Applied Biosystems; Thermo Fisher Scientific, Inc.). DNA was extracted from 200 µL EDTA-treated whole blood samples, using the QIAamp Blood Mini kit on the automated QIAcube system (Qiagen, Hilden, Germany). Purified DNA was collected in a final volume of 150 µL and stored at -20˚C until use. DNA for OpenArray (OA) analysis was diluted at a concentration of 50 ng/µl and a ratio of A260/280 and A260/230 of 1.6-1.9. A non-template control, which consisted of DNase-free double-distilled water, was used in each plate assay. The DNA sample (50 ng/µl) and TaqMan OpenArray Master Mix (Applied Biosystems; Thermo Fisher Scientific, Inc.) were mixed in a 384-well plate, and transferred to the OA plate using an autoloader, after which the OA plate was filled with immersion fluid and sealed with glue. Multiplex TaqMan ® assay reactions were carried out in a Dual Flat Block GeneAmp PCR system 9700 (Applied Biosystems; Thermo Fisher Scientific, Inc.), and the PCR cycling conditions were as follows: An initial step at 93˚C for 10 min; followed by 50 cycles at 95˚C for 45 sec, 94˚C for 13 sec and 53˚C for 2 min, 14 sec; followed by a final step at 25˚C for 2 min. The samples were maintained at 4˚C until further use.
The plate was designed to analyze 32 TaqMan ® assays for each sample. The allele analysis was conducted using the TaqMan ® Genotyper Software 1.0, with the default parameters, according to the manufacturer's protocol (Applied Biosystems; Thermo Fisher Scientific, Inc.). The accuracy of the genotyping was assessed by comparisons with 15 samples, which had been genotyped three times, resulting in 45 comparison per SNP.
Statistical analysis. Genetic analyses were conducted using the Golden Helix SNP & Variation Suite 7.6 program (Golden Helix, Inc., Bozeman, MT, USA). The 32 SNPs were analyzed for deviation from the Hardy-Weinberg equilibrium using the Fisher's exact test (P<0.01 was considered to indicate a statistically significant difference). An association study was performed using the Basic Allelic test and Fisher's exact test in order to assess ORs, 95% confidence intervals (CIs) and P-values. In addition, Bonferroni P-values and false discovery rates (FDR) were calculated in order to exclude spurious associations. P≤0.05/32 SNPs (1.56x10 -3 ) was considered to indicate a statistically significant difference.
Results
Clinical characteristics of the study population. The genetic analysis included samples from 46 patients and 103 controls (age range, 26-72 years). Of the patients, 32 were male (69.56%) and 14 were female (30.43%), of which 6 patients ), statistical significance was no longer detected.
Discussion
In the present study, six SNPs corresponding to different genes were associated with an increased risk of developing psoriasis, of which the HLA-C rs10484554 SNP exhibited the highest (T allele; OR 3.51) and the IL-12B rs3213094 SNP exhibited the lowest OR (C allele; OR 1.94).
The HLA-C gene has most frequently been associated with psoriasis in previous studies investigating other populations (9) (10) (11) . This locus is known as PSORS1 and is located in the 6p21.3 genomic region. The SNP rs10484554 (12) is located 34.7 kb upstream of the HLA-C start site, and has previously been associated with immune responses, including antigen presentation and natural killer cell regulation (13) .
The rs1265181 SNP of the HCG27 gene has previously been shown to have a markedly positive correlation with psoriasis in the Chinese population (2, 13, 14) .
The rs6125829 SNP of the RNF114 gene was previously associated with psoriasis in British patients of north European descent (13) , and in the present study. The RNF114 gene localizes to the 20q13 locus and encodes a cytosolic protein that has an important role in the ubiquitin pathway. A previous study has detected abundant RNF114 expression in disease-associated tissues, including CD4 + T-lymphocytes, dendritic cells and the skin (15) .
The rs3212227 and rs3213094 SNPs of the IL-12B gene have previously been associated with psoriasis in European, North American, and Japanese populations (14) (15) (16) . These SNPs are located in the 5q31.1-q33.1 chromosomal region, which is known as PSORS11. In addition, the rs3212227 SNP has previously been associated with various other autoimmune diseases, including type 1 diabetes mellitus, due to its effects on T-helper (T h )1 cells (16) . The IL-12B gene encodes the p40 subunit of IL-12, which is also found in IL-23. This is consistent with previous studies that have associated IL-12 and IL-23 with psoriasis (16-18) . IL-12 induces T-helper cells, whereas IL-23 expands and maintains T h 17 cells. In Table I . Continued.
Fisher's Exact
Allele Freq. previous studies, biological therapies against the p40 subunit were effective in patients with psoriasis (18) (19) (20) (21) . The results of the present study suggested that the IL-12B rs3212227 T and rs3213094 C SNPs confer an increased risk for psoriasis; however, the two IL-23 SNPs that were analyzed, including IL-23R rs7530511 and IL-23A rs2066808, did not. It would be interesting to determine whether the IL-12B polymorphisms are associated with the response to drugs targeting the p40 subunit in the Mexican population. The ANXA6 gene belongs to the conserved annexin protein family, which is a group of Ca 2+ -dependent membrane binding proteins. It is an important candidate gene for developing psoriasis, since it is involved in plasma membrane repair. ANXA6 may have a role in receptor signaling at the cell surface, growth factor and lipoprotein receptor trafficking, Ca 2+ -channel activity and T cell activation (22) . In the present study, ANXA6 was associated with psoriasis in the Mexican Mestizo population, and has also previously been associated with psoriasis in the Han Chinese population (23) .
The present study demonstrated that the allele frequencies of rs20541 and rs1265181 were similar to reported frequencies for Mexican Ancestry in Los Angeles (CA, USA); therefore, the Hardy-Weinberg disequilibrium detected here may be due to a missense mutation in rs20541 (445 Gln>Arg). For rs1265181, the disequilibrium may be due to population substructure in this intergenic region between loci associated to multiple inmunes diseases and the HLA complex group 27, which is non-protein coding; however, further studies are necessary to fully elucidate this. The other SNPs analyzed in the present study did not exhibit an association with psoriasis in the Mexican Mestizo population. It is important to mention that the alternative non-risk associated alleles from the various genes may confer protection against psoriasis (protection indicated by OR<1).
To the best of our knowledge, the present study is the first to investigate the association between genetic regions that have previously been associated with psoriasis in other populations, including Asian and European populations, and psoriasis in the Mexican Mestizo population . The results of the present study suggested that SNPs in the HLA-C, IL-12B, HCG27, ANXA6 and RNF114 genes were associated with psoriasis in a Mestizo population from northeastern Mexico. Following FDR and Bonferroni correction (threshold for genome-wide significance P<1.56x10 -3 ), a statistically significant difference between the patient and control groups was no longer evident; however, as the case control relationship was 1:2.3, it is necessary to assess a larger group of patients in the future in order to increase the statistical power and validate these preliminary results. Furthermore, future studies should include subjects from diverse Mexican populations, since there is significant genetic heterogeneity among the Mexican population. The Mexican population is a good model for genetic studies, due to the vast ethnic diversity among native and Mestizo populations. The results of the present study may be considered a reference in genetic studies of characterized populations investigating gene frequencies and associations.
In conclusion, the present study observed that in Mexican patients with plaque psoriasis, SNPs from different genes associated with immune response or membrane cell repair confer an increased risk for disease development.
